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Conceptual protein translations of seven mitochondrial genes (cob, cox1, nad1, nad2, nad4, nad5, and nad6) were aligned with MAFFT v7 (Katoh and Standley 2013) and manually refined using Se-Al v2.0a11 (http://tree.bio.ed.ac.uk/software/seal/). Multiple alignments are available upon request. The best-fit amino acid substitution model for the seven-protein concatenated multiple alignment (1931 amino acids long) was selected with ProtTest3 using the AIC selection criterion (Darriba et al. 2011) . Maximum likelihood trees ware estimated with RAxML v7.2.6 (Stamatakis 2006) using the selected WAG+I substitution model.
Branch support was assessed with 500 non-parametric bootstrap replicates. Bayesian posterior probabilities were calculated with MrBayes 3.2.1 (Ronquist et al., 2012) using the WAG+I+Γ substitution model running a Metropolis-coupled Markov Chains Monte Carlo (MC3) for 1.5 million generations. Two independent MC3 runs were performed simultaneously starting from different random trees. Trees were sampled every 100th generation. Final posterior probabilities were calculated after discarding trees sampled from the first 500,000 generations. Note: Branching order of Figure 1 from the main text is based on phylogenetic analyses of Nakada et al. (2008) , González et al. (2009 ), Smith, Hua, et al. (2013 ), and Figueroa-Martinez et al. (2015 . 
